The Florida green watersnake, Nerodia floridana, has a disjunct distribution in the southeastern United States (Conant and Collins, 1991; Fig. 1 ). The majority of its range covers Florida, southern Georgia, and southern Alabama; the remainder of its range lies in the southern half of South Carolina. Individuals in the northern segment are uncommon, and as such, the species is currently listed in South Carolina as a Species of Special Concern. Because of this, a genetic comparison of the individuals from northern and southern areas was deemed necessary before future listing considerations (e.g., candidacy for Endangered Species status).
The objective of this study was to examine allozyme variation between the two disjunct populations of N. floridana. The null hypothesis is that the two populations are homogeneous in allozyme distribution; the alternative is that they differ. The possible implications of the study are as follows: (1) if the population in South Carolina is diagnosed as a species [following the phylogenetic species concept as the operational form of the evolutionary species concept (Frost and Kluge, 1994)], it should warrant careful consideration for protection under the Endangered Species Act; and (2) if the null is not rejected, that is, no differences in allozyme characters are found, the special status of the species in South Carolina might require reconsideration.
MATERIALS AND METHODS
Specimens of N. floridana were obtained from the northern (n = 4) and southern range (n = 5). Samples of specimens of Nerodia cyclopion (n = 10), the putative sister taxon of N. floridana (Lawson, 1987), Nerodia erythrogaster (n = 10), and Nerodiafasciata (n = 10) also were obtained to provide a broader appreciation of genetic variation within Nerodia. Sources and disposition of specimens are given Material Examined.
Tissue preparation and electrophoretic conditions essentially followed Murphy et al. (1996) . The Appendix details specific loci examined, electrophoretic conditions, and buffer systems. Variation at each locus for each taxon was described by allelic frequencies, average polymorphism, and observed heterozygosity. Total variation among all loci (for each taxon) was measured by total heterozygosity and polymorphism.
RESULTS AND DISCUSSION
Allozyme analysis yielded 37 scoreable loci (Table 1) 
